Related literature
For another Pna2 1 polymorph, see: Guerrero et al. (2003) . For a discussion of the determination of the absolute parameter, see : Flack & Bernardinelli (2000) ; Hooft et al. (2008) ; Spek (2009) .
Experimental
Crystal data 
À3
Absolute structure: Flack (1983) , 1813 Friedel pairs Flack parameter: 0.51 (19) Data collection: CrysAlis PRO (Agilent, 2012); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001); software used to prepare material for publication: publCIF (Westrip, 2010) . (Guerrero et al., 2003) . For organic compounds belonging to noncentrosymmetric space groups, Friedel pairs are generally merged so that the absolute structure is not determined, particularly if the diffractometer measurements are of average quality.
A different polymorph that belongs to the same space group has been found in the present study. Because the diffraction measurements are of exceptionally high quality, the Flack parameter (Flack, 1983) could be refined. As this parameter refined to 0.5 (2), the structure ( reduced pressure and water was added. The organic compound was extracted with dichloromethane (3 × 15 ml). The organic layer was dried over magnesium sulfate. The solvent was evaporated and the product purified on silica gel.
Colorless crystals were obtained upon recrystalization from a hexane-dichloromethane (1:1) mixture in 60% yield.
Refinement
Carbon-bound H-atoms were placed in calculated positions [C-H 0.95 to 0.98 Å, U iso (H) 1.2 to 1.5 U eq (C)] and were included in the refinement in the riding model approximation. The absolute structure parameter y was calculated from Bayesian statistics (Hooft et al., 2008) by using PLATON (Spek, 2009 ). The Friedel coverage was 99%; the Hooft value of 0.48 (3) indicates that the absolute structure had probably been determined correctly. The uncertainty in the absolute structure parameter was based on set criteria (Flack & Bernardinelli, 2000) .
Computing details
Data collection: CrysAlis PRO (Agilent, 2012); cell refinement: CrysAlis PRO (Agilent, 2012); data reduction: CrysAlis PRO (Agilent, 2012); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010 Absolute structure: Flack (1983) 
